
FIGURE 1 




FIGURE 2 



a:HIV-FT 



A*0201 A*0201 A m l\0\ ANIOI A*0201 A*U01 B'0701 A*I101 A*020l A*IIOl 



signal 


Pol 448 


Pol 774 


Pol 347 


Pol 98 


Vpr62 


Pol 930 


Pol 893 


Env 61 


Pol 498 


Pol 929 








60 


62 


10 


28 


19 


20 


458 


27 


192 


S 






A*I!01 


B-070I 


A*noi 


A*0201 


a*iioi 


A*0201 


AMI01 


A*0201 


B'0701 


A*0201 






Pol 931 


Env 250 


Pol 971 


Nef221 


Nef 100 


Gag 272 


Env 46 


Gag 386 


Env 259 


Env 134 





3 100 28 36 9 167 3 67 423 102 



b : HBV-specific multiepitope constructs 
HBV.l 





A-noi 




A*020I 


A '0201 


A'0201 


A*0201 


,A-0201 


A-U01, 


A-noi 


A-0201 




signal 


pol 149 


PADRE 


core 18 


pol 562 


pol 551 


pol 455 


env 1S3 


core 141 


pol 665 


env 335 






14 




2 ' 


P 


5 


76 


10 


4 


U 


5 




HBV.2 


A'llOl 




A*020I 


F 

A'liQ! 


A'0201 


A'0201 


A-0201 


A-0201 


A-U01 


A'llOl 


A - 020l 


signal 


poi 149 


PADRE 


core 18 


pol 629 


pol 562 


pol 551 


pol 455 


env 183 


core 141 


poi 665 


env 335 



14 



^ 352 



76 



10 



HBV.1X 





a-iioi 




A*020t 




A*O201 


A*020I 


A-0201 


A*020I 


a*iioj 


A'llOl 


A*0201 


signal 


pol 149 


PADRE 


core 18 


c, 


pol 562 


pol 551 


pol 455 


env 183 


core 141 


pol 665 


env 335 



C,= either W, Y, L, K, R, C, N or G 



FIGURE 3 




HLA-A2 Epitopes 
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FIGURE 7 



Anfiflgnrcity assays as a way to maasirs epitope prndnrtinn in 
mlnigenertransfffrtRfJ cells. 
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FIGURE 11A 



Maxlnsertions^enter value here} 208 
OutputToScreen=yes/no 210 
0.utputToFi!e==yes/no 212 
MinimurnAccepted= {enter value here} 214 
MaxDuplicateFunction Va!ues= {enter value here} 216 
MaxSearchTime (min.)- {enter value here} 218 
Exhaustive=yes/no 220 
NumStochasticProbe$= {enter value here} 222 
MaxHitsPerProbe= {enter value here} 224 
RandomProbeStart=yes/no 226 
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FIGURE 12 



Junctional Analyzer run on Saturday, February 26, 2000 09:06:23 pm. 
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The following 10 motif specifications will be used to search for junctionals. 
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FIGURE 13A 



OutputToScreen = No 
OutputToFile = Yes , 
MinimumValueAccepted = 0 
MaxDupIicateFunctionValues = 50 
SearchTime = 5 
NumStochasticProbes = 10 
MaxHitsPerProbe = 25 
RandomProbeStart = Yes 
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FIGURE 13B 



Codel 11 12 13 14 Code 2 C N C+N J MaxFunc 
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FIGURE 13C 
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Junctional Analyzer took 142.77 seconds. 
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FIGURE 14A 



Responses to PfCTL 1 






FIGURE 14B 
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MGMQVQIQSLFLLLLWWGSRGKLVGKLNWAGAAIUCEPVHGVNAACPKVSFEPIKIPIHYCAPA- 
KAKFVAAWTLKAAAKAFPVRPQWLGAAKLTPLCYTLGAAAVLAEAMSQVKVYLAWWAHKG 
AAAAIFQSSMTKKTILFCASDAmPYNPQSQGVVKHPVHAGPIANVTV^ 
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VPLQLPPLKAMTNNPPEPV 

ATGGGAATGCAGGTGCAGATCCAGAGCCTGTTTCTGCTCCTCCTGTGGGTGCCCGGATCCAGA 

GGAAAGCTGGTGGGCAAACTCAACTGGGCCGGAGCTGCAATCCTGAAGGAGCCCGTCCACGG 

GGTGAATGCCGCTTGCCCTAAAGTCAGCnTCGAACCAATTAAGATCCCCATTCATTACTGTGC 

ACCTGCCAAAGCTAAGTTTGTGGCCGCTTGGACCCTCAAGGCCGCTGCAAAAGCCTTCCCAGT 

GAGGCCCCAGGTGCCTCTGGGCGCCGCTAAACTCACACCACTGTGCGTCACTCTGGGAGCCGC 

TGCAGTGCTGGCAGAGGCCATGTCCCAAGTGAAGGTGTATCTGGCTTGGGTGCCCGCCCACAA 

GGGGGCCGCTGCAGCCATCTTTCAGTCTAGCATGACCAAGAAAACAACTCTGTTCTGTGCCTC 

CGACGCTAAGAACATCCCTTATAATCCACAGTCTCAGGGCGTGGTCAAGCATCCCGTGCACGC 

CGGACCTATTGCTAACGTGACCGTGTACTATGGGGTCCCAGTGTGGAAGAAAGCCGCTGCACA 

GATGGCCGTGTTTATTCACAATTTCAAAAACGCCGCTGCATACCCCCTCGCCAGCCTGAGATC 

CCTCTTCAACCTGACATTCGGCTGGTGCTTTAAGCTGAACCGGATCCTGCAGCAACTGCTCTIT 

ATCAATGCTAAAATCCAGAACTTCCGCGTCTACTATAGGAAGGCTGCAGTGACTATCAAAATT 

GGCGGACAACTGAAGAAAGTGCCTCTCCAGCTGCCCCCTCTCAAGGCAATGACCAACAATCC 
CCCTATCCCAGTCTGA 

HIV-CPT 

MGMQVQIQSLFLLLLWWGSRGIPIHYCAPAKAAKIQOT^ 
TLKAAAKWLQIJPPLKAIFQSSMTKKLTPLC^ 

PQSQGVVKAILKEPVHGVGAAALTFGWCFKLNAVLAEAMSQVNRILQQLLFINAAACPKV 

KVTVYYGWVWKKAAHPVHAGPIANAAAYPLASLRSLFNAAATTLFCASDAKNKLVGKLN^ 
AAAFPVRPQVPLNMTNNPPEPV 

ATGGGGATGCAGGTGCAGATCCAGAGCCTGTTTCTGCTCCTCCTGTGGGTGCCCGGATCCAGA 

GGAATCCCCATTCACTACTGCGCCCCTGCTAAGGCAGCCAAAATCCAGAACTTCAGGGTGTAT 

TACAGAAAGGCTGCAGTCACCATTAAAATCGGCGGACAACTGAAGAAAGCCAAGTTTGTGGC 

CGCTTGGACACTCAAGGCCGCTGCAAAGGTCCCACTGCAGCTCCCCCCrCTGAAGGCCATCrr 

CCAGAGCTCCATGACTAAGAAACTGACCCCACTGTGTGTGACACTCGGGGCCCAGATGGCTGT 

GTTCATCCATAATTTTAAAGGCGCCAAGGTCTACCTGGCTTGGGTGCCCGCACACAAGAACGC 

CATTCCTTACAATCCACAGTCTCAAGGAGTGGTCAAAGCTATTCTGAAGGAGCCCGTGCACGG 

GGTGGGCGCCGCTGCACTCACTITCGGATGGTGCTTTAAACTGAACGCCGTGCTGGCTGAAGC 

CATGAGCCAGGTCAATCGGATCCTGCAGCAACTGCTCTTCATTAACGCCGCTGCATGTCCTAA 

GGTGTCCTTCGAGCCAATCAAAGTGACCGTGTATTACGGGGTCCCCGTGTGGAAGAAAGCCGC 

TCATCCTGTCCACGCAGGCCCAATCGCCAACGCCGCTCTCATATCCCCTCGCCTCTCTGCGCAG 

CCTGTTTAACGCCGCTGCAACAACCCTCITITGCGCCTCCGACGCTAAGAATAAACTGGTGGG 

AAAGCTGAACTGGGCCAACGCAGCTGCATTCCCTGTGAGGCCACAGGTCCCCCTCAATATGAC 

TAACAATCCCCCTATCCCAGTGTGA 
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HIV-FT 

MQVQIQSLFLLLLWWGSRGKLVGKLNWAMASDFNLPPVAIFQSSMTKVTIKIGGQLKRILQQLLF 

IMAVFIHNFKJPYNPQSQGWTTLFCASDAKILKEPVHGVQMAWIHOT 

EPIKIQNFRVYYIU.TFGWCFKLQWLRPMTY^ 

CAPAKLTPLCVTL 

ATGCAGGTGCAGATCCAGAGCCTGTTTCTGCTCCTCCTGTGGGTGCCCGGATCCAGAGGAAAG 

CTGGTGGGGAAGCTGAACTGGGCCATGGCCAGCGATTTCAACCTGCCCCCCGTGGCCATCTTC 

CAGAGCAGCATGACCAAGGTGACCATCAAGATCGGGGGGCAGCTGAAGAGGATCCTGCAGCA 

GCTGCTGTTCATCATGGCCGTGTTCATCCACAACTTCAAGATCCCCTACAACCCCCAGAGCCA 

GGGGGTGGTGACCACCCTGTTCTGCGCCAGCGATGCCAAGATCCTGAAGGAGCCCGTGCACG 

GGGTGCAGATGGCCGTGTTCATCCACAACTTCAAGGGCGCCGCCGTGTTCATCCACAACTTCA 

AGAGGTGCCCCAAGGTGAGCTTCGAGCCCATCAAGATCCAGAACTTCAGGGTGTACTACAGG 

CTGACCTTCGGGTGGTGCTTCAAGCTGCAGGTGCCCCTGAGGCCCATGACCTACAAGATGACC 

AACAACCCCCCCATCCCCGTGACCGTGTACTACGGGGTGCCCGTGTGGAAGGTGCTGGCCGAG 

GCCATGAGCCAGGTGATCCCCATCCACTACTGCGCCCCCGCCAAGCTGACCCCCCTGTGCGTG 

ACCCTG 
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HIV-TC 

MGMQVQIQSLFLLLLWWGSRGYWQATO 
PIKHPVHAGPIANLTFGWCFKLNKM 

NQMVHQAISPRGAKLVGKLNWAGAAAIYETYGDTWKAAQWLRPM 

NAAARYLKDQQLLNTLNFPISPINM^ 

GVVKALLQLTVWGIGAAILKEPVHG 

YQEPFKNLKLAAAVLAEAMSQVNLVGPTP^^ 

MDDLYKAAAQMAWIHNFKNAATYQIYQEPFKPYNEWTL^ 

GAAAIWGCSGKLIKVMIVWQVDRNAAKAACWWAGIKAKF^ 

ASDFNLPPVKSLLNATDIAVNVTV^ 

RSLF 

ATGGGGATGCAGGTGCAGATCCAGAGCCTGTTTCTGCTCCTCCTGTGGGTGCCCGGATCTAGA 

GGATACTGGCAAGCTACTTGGATTCCAGAATGGAAAGCTATCTTTCAATCCTCAATGACGAAG 

AAGGTATACCTGGCATGGGTCCCAGCACACAAGAACGCCGCTTGCCCAAAGGTGTCCTTTGAA 

CCCATTAAACACCCAGTGCACGCAGGGCCAATAGCGAATTTGACATTCGGGTGGTGCT^ 

CTAAACAAAATGATCGGCGGCATTGGAGGCTT^ 

TATAAAGCCGCTGCCCGTATACTCCAGCAGCTACTATTC^ 

CAGACGCTAAGAACCAAATGGTACACCAAGCCATAAGCCCTAGAGGAGCCAAGCTCGTAGGG 

AAATTAAATTGGGCGGGTGCAGCAGCAATCTACGAGACTTACGGCGATACCTGGAAAGCAGC 

CCAGGTTCCGTTACGCCCAATGACCTATAAAGGCGCAGCAGCAGTAACAGTTCTAGATGTAGG 

AGACGCTTACAACGCTGCCGCAAGATACCTAAAAGATCAGCAGTTACTCAACACACTAAATTT 

CCCAATTAGCCCGATAAACATGACAAATAACCCACCAATTCCCGTCAATGCTCCCTACAACAC 

TCCAGTATTCGCAATCAAAGCCGCTGCTGTCCCCCTGCAGCTCCCTCCTCTGAAAGCTGCGAT 

ACCTTACAACCCACAGAGCCAAGGTGTTGTCAAAGCACTGCTTCAGCTAACAGTTTGGGGAAT 

TGGTGCTGCAATTCTAAAAGAGCCAGTTCATGGGGTTAACGCCGCCGCCTTCCCAATCAGTCC 

TATTGAGACTGTGAAAGTATGGAAAGAAGCCACAACC 

CAATTAAAATAGGGGGCCAACTTAAGAAAATATACCAGGAACCTT^ 

GCTGCAGTGCTCGCCGAGGCTATGTCACAGGTGAATTTGGTCGGACCAACACCCGTAAACATC 

GGAGCCGCAGCCGAAGTGAACATAGTCACCGACTCACAGTACAAAGCCGCTGCAATACCCAT 

ACATTATTGTGCTCCCGCAAAGGCCGTGATCTATCAATATATGGACGACCTGTATAAGGCCGC 

CGCGCAGATGGCAGTCTTTATCCACAACTTTAAAAACGCAGCTACTTATCAGATCTACCAGGA 

ACCATTCAAACCGTACAATGAGTGGACCTTGGAACTAAAGGCCAAAATTCAGAACTTC^ 

TATATTATAGAAAAGCATTTCCAGTGAGGCCCCAGGTGCCTCTGGGTGCCGCAGCAATATGGG 

GATGTTCTGGAAAACTGATCAAGGTGATGATTGTATGGCAAGTGGACAGAAATGCAGCTAAG 

GCAGCCTGTTGGTGGGCAGGTATAAAAGCAAAGTTCGTGGCAGCATGGACGCTTAAAGCAGC 

CGCAAAACTCACTCCTCTCTGCGTGACACITAATGCAGCCATGGCCTCTGATTTCAA 

CCTGTAAAATCCCTGCTTAATGCGACAGATATCGCAGTCAACGTAACAGTATATTATGGCGTG 

CCAGTCTGGAAAAAAGCCGCCGCGGCCATAATTCGGATACTGCAGCAGCTGAAAAGAGCTAT 

GGCGAGTGACTTCAACCTGAATGCGGCCGCCTACCCCTT^ 

A 
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HCV.l 

MGMQVQIQSLFLLLLWWGSRGLLFMLGGWVDLM 
DLGVHMWNFISGIYLLPRRGPRLYLVTRHA^ 

IAFACTCGSSDLYLSAFSLHSYGVAGALVAFKLPGCSFSIFKTSERSQPRLIFCHSKKKFW 
NFIPFYGKAIRMYVGGVEHRQLFTFSPRRRL^ 

GAATTCGCCGCCACCATGCAGGTGCAGATCCAGAGCCTGTTTCTGCTCCTCCTGTGGGTGCCCGGATCCAGAGGACTGC 
TGTTCAACATCCTGGGGGGGTGGGTGGATCTGATGGGGTACATCCCCCTGGTGTACCTGGTGGCCTACCAGGCCACCGT 
GATCCTGGCCGGGTACGGGGCCGGGGTGAGGCTGATCGTGTTCCCCGATCTGGGGGTGCACATGTGGAACTTCATCAGC 
GGGATCTACCTGCTGCCCAGGAGAGGACCTAGACTGTACCTGGTGACTAGACACGCTGATGTGGTGCTGGTGGGAGGAG 
TGCTGGCTGCTCTGCTGTTTCTGCTGCTGGCTGATGCTTTCCTGCTGCTGGCTGATGCTAGAGTGTGGATGAACAGACT 
GATCGCTTTCGCTTGTACATGTGGAAGCTCCGATCTGTATCTGAGCGCTTTCAGCCTGCACAGCTACGGAGTGGCTGGA 
GCTCTGGTGGCTTTTAAGCTGCCTGGATGTAGCTTTAGCATCTTTAAGACCAGCGAAAGAAGCCAGCCTAGACTGATCT 
TTTGTCACAGCAAGAAGAAGTTTTGGGCTAAGCACATGTGGAATTTTATCCCTTTCTATGGAAAGGCTATCAGAATGTA 
TGTGGGAGGAGTGGAACACAGACAGCTGTTTACATTTAGCCCTAGAAGGAGACTGGGAGTGAGAGCTACAAGAAAGGTG 
GGAATCTATCTGCTGCCTAATAGATGAAAGCTTGGG* 



HCV.2 

MGMQVQIQSLFLLLLWWGSRGDLMGYIPLVAKFVAAWTLKAAALLFLLLADALff 
TFSPRRYLVTRHADWLLPRRGPRLCTCGSSDLYHMWNFISGIFW 

AILAGYGAGVYLVAYQAWGVAGALVAFKffFYGKAIRMYVGGVEHRVLVGGVLAAFLLLADA 

RVLPGCSFSIFAKFVAAWTLKAAAKTSERSQPRRLGVRATRKRL 

LHSYLLFNILGGWVVGIYLLPNR* 

GAATTCGCCGCCACCATGGGAATGCAGGTGCAGATCCAGAGCCTGTTTCTGCTCCTCCTGTGG 

GTGCCCGGATCCAGAGGAGATCTGATGGGATATATCCCTCTGGTGGCTAAGTTTGTGGCTGCT 

TGGACACTGAAGGCTGCTGCTCTGCTGTTTCTGCTGCTGGCTGATGCTCTGATCTTCT 

GCAAGAAGAAGCAGCTGTTTACATTTAGCCCAAGAAGATATCTGGTGACAAGACACGCTGAT 

GTGTATCTGCTGCCTAGACGCGGACCTAGACTGTGTACATGTGGAAGCTCCGATCTGTATCAC 

ATGTGGAACTTTATCAGCGGAATCTTTTGGGCTAAGCACATGTGGAAI^ 

TATGGAGCTGGAGTGTATCTGGTGGCTTATCAGGCTACAGTGGGAGTGGCTGGAGCTCTGGTG 

GCTTTCAAGATCCCATTCTATGGAAAGGCTATCAGAATGTATGTGGGAGGAGTGGAACACAG 

AGTGCTGGTGGGAGGAGTGCTGGCTGCTTTCCTGCTGCTGGCTGATGCTAGAGTGCTGCCAGG 

ATGTAGCTTTAGCATCTTCAAGACTTCCGAACGCTCCCAGCCTAGAAGACTGGGAGTGAGAGC 

TACAAGGAAGAGACTGATCGTGTTTCCAGATCTC 

CGCTCTGAGCGCTITCAGCCTGCACAGCTATCTGCTGTTCAA 

GGGAATCTATCTGCTGCCAAACAGATGAAAGCTT 

HCV.3sl 

MGMQVQIQSLFLLLLWWGSRGYLVAYQATVAKFVAAW 
VTRHADVLGFGAYMSKCTCGSSDLYHMWNFISGIFWAKHMWNF* 

GAATTCGCCGCCACCATGGGAATGCAGGTGCAGATCCAAAGCCTGTTTCTGCTCCTCCTGTGG 

GTGCCCGGATCCAGAGGATACCTCGTCGCCTACCAGGCCACTGTGGCTAAATTCGTGGCAGCC 

TGGACACTGAAAGCTGCAGCTCTGCTCITCCTGCTCCTGGCCGATGCACT 

CCAAGAAAAAGTATCTGGTCACCAGACATGCrGACGTGCTGGGGTTTGGCGCCTACATGAGC 

AAGTGCACCTGTGGCAGCTCCGACCTGTATCACATG^ 

CCAAGCACATGTGGAATTTCTGAAAGCTT 



FIGURE 18D 



HCV.3s2 

MGMQVQIQSLFLLLLWVPGSRGVLVGGVLAAAKFVAAWTLKAAAFLLLADARVLSAFSLHSYIL- 
AGYGAGVWMNRLIAFAIPFYGKAIVAGALVAFKVGIYLLPNR* 

GAATTCGCCGCCACCATGGGAATGCAGGTGCAGATCCAAAGCCTGTTTCTGCTCCTCCTGTGG 
GTGCCCGGATCCAGAGGAGTCCTGGTGGGCGGCGTCCTGGCCGCTGCTAAGTTTGTCGCTGCT 
TGGACACTGAAGGCAGCCGCTTTCCTGCTCCTGGCAGACGCCAGGGTGCTGTCTGCCTTCAGC 
CTCCACTCCTACATCCTCGCAGGGTATGGCGCAGGCGTGTGGATGAATCGKjCTGATCGCCTTT 
GCCATTCCATTCTATGGGAAAGCCATTGTGGCTGGCGCCCTGGTGGCATTCAAGGTCGGGATC 
TACCTCCTGCCTAACCGCTGAAAGCTT 

HCV.3s2f-3) 

MGMQVQIQSLFLLLLWVPGSRGVLVGGVLAAAKFVAAWTLKAAAFLLLADARVLSAFSLHSYIL 
AGYGAGVWMNRLIAFA* 

GAATTCGCCGCCACCATGGGAATGCAGGTGCAGATCCAAAGCCTGTTTCTGCTCCTCCTGTGG 
GTGCCCGGATCCAGAGGAGTCCTGGTGGGCGGCGTCCTGGCCGCTGCTAAGTTTGTCGCTGCT 
TGGACACTGAAGGCAGCCGCTTTCCTGCTCCTGGCAGACGCCAGGGTGCTGTCTGCCTTCAGC 
CTCCACTCCTACATCCTCGCAGGGTATGGCGCAGGCGTGTGGATGAATCGGCTGATCGCCTTT 
GCCTGAGGATCC 

HCV.3s3 

MGMQVQIQSLFLLLLWWGSRGDLMGYIPLVAKFVAAWTLKAAARLGVRATRKLLFNILGGWV 
RMYVGGVEHRRLIVFPDLGVGVAGALVAFKLPGCSFSIFKTSERSQPRQLFTFSPRRYLLPRRGPRL 

GAATTCGCCGCCACCATGGGAATGCAGGTGCAGATCCAAAGCCTGTTTCTGCTCCTCCTGTGG 

GTGCCCGGATCCAGAGGAGACCTGATGGGCTACATCCCTCTCGTGGCCAAGTTTGTGGCAGCT 

TGGACCCTGAAGGCCGCTGCCAGACTGGGAGTGCGCGCTACACGGAAACTCCTGTTTAACATC 

CTGGGAGGGTGGGTGCGGATGTACGTCGGAGGCGTCGAGCACAGAAGGCTCATTGTCTTTCC 

AGATCTCGGCGTGGGCGTCGCAGGCGCACTCGTGGCCTTCAAACTGCCAGGGTGCAGCTTCAG 

CATTTTCAAGACCTCCGAACGCTCCCAACCCAGACAGCTGTTCACTTTCTCTCCTCGGAGGTAT 

CTGCTGCCCAGACGCGGACCCAGGCTGTGAAAGCTT 

HCV.PC3 

MGMQVQIQSLFLLLLWWGSRGLLFMLGGWVKAKFV^^ 
LGVKFWAKHMWNFIGVAGALVAFKKQLFTFSPRR* 

GAATTCGCCGCCACCATGGGAATGCAGGTGCAGATCCAAAGCCTGTTTCTGCTCCTCCTGTGG 

GTGCCCGGATCCAGAGGACTGCTCTTCAACATCCTGGGCGGATGGGTGAAGGCCAAGTTCGTG 

GCTGCCTGGACCCTGAAGGCTGCCGCTCTGGCCGACGGGGGATGCAGCGGCGGAGCTTACAG 

GCTCATTGTCTTTCCCGATCTCGGAGTCAAATTTTGGGCAAAGCACATGTGGAATTTCATCGG 

GGTGGCCGGAGCCCTGGTCGCTITrAAAAAGCAGCTCTrCACCTTCTCCCCAAGACGGTGAGG 

TACC 
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HCV.PC4 

MGMQVQIQSLFLLLLWWGSRGRLGVRATRKKAKFVAAWTLKAAAKTSERSQPR^ 
DLMGYIPLVKYLLPRRGPRLNTLCGFADLMGYRMYVGGVEHR* 

GAATTCGCCGCCACCATGGGAATGCAGGTGCAGATC^ 

GTGCCCGGATCCAGAGGAAGGCTGGGCGTGAGAGCCACCCGGAAGAAGGCCAAGTTCGTGGC 

TGCCTGGACCCTGAAGGCTGCCGCTAAAACAAGCGAGCGCTCCCAGCCCAGGAACCTGCCT 

GATGCTCTTTCAGCATCTTTAATGACCTCATGGGGTACATTCCACTGGTGAAGTA^ 

CAGACGGGGCCCTCGCCTGAACACTCTCTGTGGATTTGCTGATCTGATGGGGTACAGGATGTA 

TGTCGGCGGAGTCGAACACAGATGAGGTACC 

HCV.243K1P) 

MGMQVQIQSLFLLLLWWGSRGVLVGGVLAAAFLLLADARVLSAFSLHSYILAGYGAGVWMN^ 
IAFAGAAARLGVRATRKKAAAKTSERSQPRN^ 

FADLMGYRMYVGGVEHRKLLFMLGGWVKAAALADGGCSGGAYRLIW 

FIGVAGALVAFKKQLFTFSPRRNGYLVAYQAW 

FGAYMSKCTCGSSDLYHMWNFISGIFWAKHMWNFKAAAAOVAAW 

GAATTCGCCGCCACCATGGGAATGCAGGTGCAGATCC 

GTGCCCGGCTCCAGAGGAGTCCTGGTGGGCGGCGTCCTGGCAGCCGCTTTCCTGCTCCTGGCA 

GACGCCAGGGTGCTGTCTGCCTTCAGCCTCCACTCCTACATCCTCGCAGGGTATGGCGCAGGC 

GTGTGGATGAATCGGCTGATCGCCTTTGCCGGCGCTGCCGCAAGGCTGGGCGTGAGAGCCACC 

CGGAAGAAGGCTGCCGCTAAAACAAGCGAGCGCTCCCAGCCCAGGAACCTGCCTGGATGCTC 

TTTCAGCATCTTTAATGACCTCATGGGGTACATTCCACTGGTGAAGTATCTGCT 

GGCCCTCGCCTGAACACTCTCTGTGGATTTGCTGATCTGATGGGGTACAGGATGTATGTCGGC 

GGAGTCGAACACAGAAAACTGCTOTCAACATCCTGGGCGGATGGGTGAAGGCTGCCGCTCT 

GGCCGACGGGGGATGCAGCGGCGGAGCTTACAGGCTCATTGTCTTTCCCGATCTCGGAG^ 

ATTTTGGGCAAAGCACATGTGGAATTTC^^ 

GCAGCTCTTCACCTTCTCCCCAAGACGGAACGGATACCTCGTCGCCTACCAGGCCACTGTGGC 
TGCAGCTCTGCTCTTCCTC^ 

CTGGTCACCAGACATGCTGACGTGCTGGGGTTTGGCGCCTACATGAGCAAGTGCACCTGTGGC 
AGCTCCGACCTGTATCACATGTGGAAC^ 

AATTTTAAGGCCGCAGCAGCTAAATTCGTGGCAGCCTGGACACTGAAAGCAGCTGCA 
ATCC 
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HCV.4312HP) 

MGMQVQIQSLFLLLLWWGSRGRLGVRATRKKAAAKTSERSQPRNLPGCSFSIFNDLMGYIPLVK- 
YLLPRRGPRLNTLCGFADLMGYRMYVGGVEHRKLLFMLGGWVKAAALADGGCSGGAYRLIVFP 
DLGVKFWAKHMWNFIGVAGALVAFKKQLFTFSPRRNGYLVAYQATVAAALLFLLLADALIFCHS 
KKKYLVTRHADVLGFGAmSKCTCGSSDLYHMWNFISGIFWAKHMWNFKKAAAVLVGGVLAA 
AFLLLADARVLSAFSLHSYILAGYGAGVWMNRLIAFANAAAKFVAAWTLKAAA* 

GAATTCGCCGCCACCATGGGAATGCAGGTGCAGATCCAAAGCCTGTTTCTGCTCCTCCTGTGG 

GTGCCCGGCTCCAGAGGAAGGCTGGGCGTGAGAGCCACCCGGAAGAAGGCTGCCGCTAAAAC 

AAGCGAGCGCTCCCAGCCCAGGAACCTGCCTGGATGCTCTTTCAGCATCTTTAATGACCTCAT 

GGGGTACATTCCACTGGTGAAGTATCTGCTCCCCAGACGGGGCCCrCGCCTGAACACTCTCTG 

TGGATTTGCTGATCTGATGGGGTACAGGATGTATGTCGGCGGAGTCGAACACAGAAAACTGCT 

CTTCAACATCCTGGGCGGATGGGTGAAGGCTGCCGCTCTGGCCGACGGGGGATGCAGCGGCG 

GAGCTTACAGGCTCATTGTCTTTCCCGATCTCGGAGTCAAATTTTGGGCAAAGCACATGTGGA 

ATTTCATCGGGGTGGCCGGAGCCCTGGTCGCTTTTAAAAAGCAGCTCTTCACCTTCTCCCCAA 

GACGGAACGGATACCrCGTCGCCTACCAGGCCACTGTGGCTGCAGCTCTGCTCTTCCTGCTCC 

TGGCCGATGCACTCATCTTCTGCCATTCCAAGAAAAAGTATCTGGTCACCAGACATGCTGACG 

TGCTGGGGTTTGGCGCCTACATGAGCAAGTGCACCTGTGGCAGCTCCGACCTGTATCACATGT 

GGAACTTTATTTCTGGAATCTTTTGGGCCAAGCACATGTGGAATTTTAAGAAAGCCGCTGCAG 

TCCTGGTGGGCGGCGTCCTGGCAGCCGCTTTCCTGCTCCTGGCAGACGCCAGGGTGCTGTCTG 

CCTrCAGCCTCCACTCCTACATCCTCGCAGGGTATGGCGCAGGCGTGTGGATGAATCGGCTGA 

TCGCCTTTGCCAATGCTGCAGCTAAATTCGTGGCAGCCTGGACACTGAAAGCAGCTGCATGAG 

GATCC 



MGMQVQIQSLFLLLLWWGSRGHTLWKAGILYKAKFVAAWTLKAAAFLPSDFFPSVKFLLSLGIH 
LYMDDVVLGVGLSRYVARLFLLTRILTISTLPETTVVRRQAFTFSPTYKWLSLLVPFV 

ATGGGAATGCAGGTGCAGATCCAGAGCCTGTTTCTGCTCCTCCTGTGGGTGCCCGGGTCCAGA 

GGACACACCCTGTGGAAGGCCGGAATCCTGTATAAGGCCAAGTTCGTGGCTGCCTGGACCCTG 

AAGGCTGCCGCrTTCCTGCCTAGCGATTTCTTTCCTAGCGTGAAGTTCCTGCTGTCCCTGGGAA 

TCCACCTGTATATGGATGACGTGGTGCTGGGAGTGGGACTGTCCAGGTACGTGGCTAGGCTGT 

TCCTGCTGACCAGAATCCTGACCATCTCCACCCTGCCAGAGACCACCGTGGTGAGGAGGCAGG 

CCTTCACCTTTAGCCCTACCTATAAGTGGCTGAGCCTGCTGGTGCCCTTTGTGTGA 

HBV.l 

MGI^VQIQSLFLLLLWWGSRGHTLWKAGILYKAKFVAAWTLKAAAFLPSDFFPSWLLSLGIHL 

YMDDWLGVGLSRWARLFLLTRILTISTIJ'ETTVVRRQAFrFSPTYKWLSLLWFVIPIPSSWA^ 

ARWGGWKVGNFTGLYLPSDFFPSVTLWKAGILYKNVSIPWTHKLVVDFSQFSRSAICSVVRRAL 

MPLYACI 

ATGGGAATGCAGGTGCAGATCCAGAGCCTGTTTCTGCTCCTCCTGTGGGTGCCCGGGTCCAGA 

GGACACACCCTGTGGAAGGCCGGAATCCTGTATAAGGCCAAGTTCGTGGCTGCCTGGACCCTG 

AAGGCTGCCGCTTTCCTGCCTAGCGATTTCTTTCCTAGCGTGTTCCTGCTGTCCCTGGGAATCC 

ACCTGTATATGGATGACGTGGTGCTGGGAGTGGGACTGTCCAGGTACGTGGCTAGGCTGTTCC 

TGCTGACCAGAATCCTGACCATCTCCACCCTGCCAGAGACCACCGTGGTGAGGAGGCAGGCCT 

TCACCTTTAGCCCTACCTATAAGTGGCTGAGCCTGCTGGTGCCCnTTGTGATCCCTATCCCTAG 

CTCCTGGGCTTTCACCCCAGCCAGGGTGACCGGAGGAGTGTTTAAGGTGGGAAACTTCACCGG 

CCTGTATCTGCCCAGCGATTTCTTTCCTAGCGTGACCCTGTGGAAGGCCGGGATCCTGTACAA 

GAATGTGTCCATCCCTTGGACCCACAAGCTGGTGGTGGACITTTCCCAGTTCAGCAGATCCGC 

TATCTGCTCCGTGGTGAGGAGAGCTCTGATGCCACTGTATGCCTGTATCTGA 
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HBV.2 

MGMOVOIQSLFLLLLWWGSRGHTLWKAGILYKAKFVAAWTLXAAAFLPS 

LYMDDVVLGVGLSRYVARLFLLTRILTISTLPETTVVRRQAFTFSPTYKGAAAWLSLLVPFVNIPIP 

SSWAFKTPARVTGGWKVGNFTGLYNLPSDFFPSVKTLWKAGILYKNVSIPWTHKGAALVVDFSQ 

fsrnsaicswrralmplyaci 

atgggaatck:aggtgcagatccagagcctgtttctgctcctcctgtgggtgcccgggtccaga 
ggacacaccctgtggaaggccggaatcctgtataaggccaagttcgtggctgcctggaccctg 

AAGGCTGCCGCTTTCCTGCCTAGCGATTTCTTTCCTAGCGTGAAOTCCTGCTGT^ 

TCCACCTGTATATGGATGACGTGGTGCTGGGAGTGGGACTGTCCAGGTACGTGGCTAGGCTGT 

TCCTGCTGACCAGAATCCTGACCATCTCCACCCTGCCAGAGACCACCGTGGTGAGGAGGCAGG 

CCnTCACCTTTAGCCCTACCTATAAGGGAGCCGCTGCCTGGCTGAGCCTGCTGGTGCCCTTTGT 

GAATATCCCTATCCCTAGCTCCTGGGCTTTCAAGACCCCAGCCAGGGTGACCGGAGGAGTGTT 

TAAGGTGGGAAACTTCACCGGCCTGTATAACCTGCCCAGCGATTTCTTTCCTAGCGTGAAGAC 

CCTGTGGAAGGCCGGAATCCTGTACAAGAATGTGTCCATCCCTTGGACCCACAAGGGAGCCG 

CTCTGGTGGTGGACTTTTCCCAGTTCAGCAGAAATTCCGCTATCTGCTCCGTGGTGAGGAGAG 

CTCTGATGCCACTGTATGCCTGTATCTGA 

PfCTL.l 

MOVOIQSLFLLLLWVPGSRGILSVSSFLFVNAAAQTNFKSLLRNLPSENERGYKAAALLACAGLAY 
KKAAAAKFVAAWTLKAAAKAFMKAVCVEVNAAASFLFVEALFNATPYAGEPAPFKAAAKYKLA 
TSVLKAGVSENIFLKNAAAYFILVNLLIKAGLLGWSTV 

ATGGGAATGCAGGTGCAGATCCAGAGCCTGTTTCTGCTCCTCCTGTGGGTGCCCGGATCCAGA 

GGAATCCTGAGCGTGTCCTCTTTCCTGTTTGTCAACGCCGCTGCACAGACCAATTTCAAGAGC 

CTCCTGAGGAACCTCCCCTCCGAGAACGAAAGAGGCTACAAAGCCGCTGCACTGCTCGCCTGC 

GCTGGACTGGCCTATAAGAAAGCCGCTGCAGCCAAGTTCGTGGCCGCTTGGACACTGAAGGC 

CGCTGCAAAAGCCITTATGAAGGCrGTCTGTG 

GTGGAGGCCCTCTrTAACGCTACTCCTTACGCAGGGGAACCAGCCCCCTTCAAGGCCGCTGCA 
AAATATAAGCTGGCAACCAGCGTGCTGAAGGCTGGCGTGTCCGAGAATATTTTTCTGAAAAAC 
GCCGCTGCATACTTCATCCTGGTGAATCTGCTCATTAAGGCCGGACTCCTGGGGGTGGTCTCT 

ACAGTGTGA 
PfCTL 2 

MQ^QSLFLLLLWWGSRGF^ALFQEYNAAAKYLVIWLINALACAGLAYKKF^ILVNLL^ 
ALFFIIFNKNAAAKFVAAWTLKAAAKFILVNLLIFHNFQDEENIGIYKLPYGRTNLKAAAVLLGGV 

GLVLNFLBFFDLFLVKAVLAGLLGW 

ATGGGAATGCAGGTGCAGATCCAGAGCCTGTITCTGCTCCTCCTGTGGGTGCCCGGATCCAGA 

GGATTCGTGGAGGCCCTGTTTCAGGAATACAACGCCGCTGCAAAGTATCTCGTCATCGTGTTC 

CTGATCAATGCTCTGGCATGCGCCGGCCTCGCTTACAAAAAGTTTTACTTCATTCTGGTCAACC 

TGCTCAAGGCCGCTCTGTTCTITATCATTTTCAATAAAAACGCCGCAGCTAAGTTTGTGGCCGC 

ATGGACCCTGAAGGCCGCTGCAAAATTCATCCTCGTGAATCTGCTCATTTTTCACAACTTCCAA 

GACGAGGAAAATATCGGAATTTATAAGCTGCCCTACGGGAGGACAAACCTGAAAGCCGCTGC 

AGTCCTGCTCGGCGGAGTGGGGCTGGTGCTCAAT^ 

AAGGCCGTCCTGGCCGGCCTGCTCGGAGTCGTGTGA 
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PfCTL.3 

MQVQIQSLFLLLLWWGSRGWLIFFDLFLNAAAPSDGKCmYKAAAWCGNGIQVRiaFHIFDGD 
NEIKAHVLSHNSYEKNYYGKQENWYSLKKJLSVFFLANAAAKFIKSLFHIFKAAALYISFYFIKAKF 
VAAWTLKAAAKAAAYYIPHQSSLKAAAGLIMVLSFL 

ATGGGAATGCAGGTGCAGATCCAGAGCCTGTTTCTGCTCCTCCTGTGGGTGCCCGGATCCAGA 

GGAGTGTTCCTGATCTTCTTTGACCTGTTCCTGAACGCCGCTGCACCCAGCGATGGCAAGTGC 

AATCTCTACAAGGCCGCTGCAGTGACCTGTGGAAACGGGATTCAGGTCAGGAAACTCTTTCAC 

ATCTTCGACGGCGATAACGAGATCAAGGCCCATGTGCTGTCCCACAATTCTTATGAAAAAAAC 

TACTATGGAAAGCAAGAGAATTGGTACAGCCTGAAGAAAATTCTGTCCGTGTTCrTTCTCGCC 

AACGCCGCTGCAAAGTITATCAAGTCTCTGTTCCATATTTTCAAGGCCGCTGCACTCTACATCA 

GCTTCTATTTTATTAAAGCCAAATTTGTGGCCGCTTGGACACTGAAGGCCGCTGCAAAAGCCG 

CTGCATACTATATCCCTCACCAGAGCTCCCTGAAGGCCGCTGCAGGGCTGATCATGGTGCTCT 

CTTTCCTGTGA 

PfCTL/HTLfN) 

MQVQIQSLFLLLLWWGSRGSSVF>TVVNSSIGLMVLSFLGPGPGLYISFWILVNLLIFHINGKIIKN 

SEGPGPGPDSIQDSLKESRKLSGPGPGVLAGLLGWSTVLLGGVGLVLGPGPGLPSENERGYY1PHQ 

SSLGPGPGQTNFKSLLRNLGVSENIFLKGPGPGFQDEENIGIYGPGPGKYLVIVFLIFFDLFLVGPGP 

GKFIKSLFHIFDGDNEIGPGPGKSKYKLATSVLAGLLGPGPGLPYGKTNLGPGPGRHNWVNHAVPL 

AMKLIGPGPGMRKLAILSVSSFLFVEALFQEYGPGPGVTCGNGIQVRGPGPGMNYYGKQENWYSL 

KKGPGPGPSDGKCNLYADSAWENVKNVIGPFMKAVC^^ 

HVLSHNSYEKGPGPGKYKIAGGIAGGLALLACAGLAYKFWPGAATPYAGEPAPF 

ATGGGAATGCAGGTGCAGATCCAGAGCCTGTTTCTGCTCCTCCTGTGGGTGCCCGGATCCAGA 

GGAAGTAGTGTGTTCAATGTTGTGAACTCATCAATTGGTCTGATCATGGTGCTGAGCTTTCTCG 

GGCCAGCK3CCAGGATTATATATTT(mTCTACTTCATCCTTGTCAACCTGTTAATATTCCACAT 

TAACGGCAAAATAATAAAGAACAGTGAAGGCCCTGGGCCTGGGCCTGACTCGATCCAGGATT 

CTCTAAAAGAATCGAGGAAGCTCTCCGGACCAGGCCCTGGTGTACTCGCCGGGTTGCTGGGA 

GTAGTTAGCACAGTGCTGTTAGGAGGCGTCGGCCTCGTCTTAGGACCTGGACCAGGTCTGCCG 

TCCGAAAACGAAAGAGGATACTACATACCTCACCAGAGCAGCCTCGGCCCAGGCCCCGGACA 

AACCAATTTCAAATCCCTCTTGCGAAATCTAGGAGTGAGCGAGAACATATTTCTTAAAGGACC 

CGGTCCCGGCTTTCAGGACGAGGAGAATATAGGTATTTACGGTCCAGGACCTGGAAAATACCT 

AGTGATCGTATTCCTAATTTTTTTTGACCTATTTCTGGTGGGCCCAGGTCCCGGAAAGT^ 

AAATCACTC1TCCACATTTTTGACGGAGATAACGAGATAGGACCCGGTCCCGGGAAATCAAA 

GTACAAACTAGCCACTTCAGTGCTGGCCGGCCTTCTAGGGCCGGGCCCAGGGCTCCCCTATGG 

AAAGACAAATCTTGGCCCCGGTCCAGGACGGCACAACTGGGTGAATCATGCGGTTCCATTGG 

CCATGAAACTAATCGGGCCCGGTCCAGGCATGCGCAAACTrGCAATTCTAAGCGTAAGTTCAT 

TTCTGTTCGTAGAGGCACTGTTTCAAGAATATGGCCCAGGACCTGGCGTCACATGTGGGAATG 

GGATCCAGGTGAGAGGACCGGGACCTGGTATGAACTATTACGGTAAACAGGAAAATTGGTAC 

TCCCTGAAAAAGGGTCCAGGCCCCGGCCCCTCAGATGGTAAGTGCAACCTGTATGCTGACTCA 

GCATGGGAGAACGTAAAAAATGTAATAGGCCCATTCATGAAGGCAGTTTGTGTCGAAGTCGG 

ACCAGGCCCAGGAAAAATACTTTCTGTCTTCTTCCTAGCTCTCTTCTTCATCATCTTCAACAAG 

GGACCAGGGCCAGGTCACGTGTTATCCCATAACTCTTATGAAAAAGGGCCAGGACCTGGGAA 

ATACAAAATCGCAGGAGGGATCGCCGGCGGGCTAGCGCTCCTTGCCTGCGCAGGCTTGGCTTA 

CAAATTCGTTGTACCAGGAGCTGCAACACCCTATGCAGGAGAACCTGCCCCATTTTGAAGATC 

TGC 



FIGURE 181 



Pf33 

MGMQVQIQSLFLLLLWWGSRGFMKAVCVEVNVTCGNGIQVRKGLIMVLSFLNAALFfflFDGDN. 

EIKAALLACAGLAYKKSFLFVEALFNAAPSDGKCNLYKAAQTNFKSLLRNLPSENERGYKAAGVS 

ENIFLKNAAAYFILVNLLIKAAAILSVSSFLFVNTPYAGEPAPFKAAAKYKLATSVLKAAVFLIFFDL 

FLNYYIPHQSSLKAAGLLGNVSWGAVLLGGVGL\n.NLACAGLAYKKAOIKSLmFKAAFYFIL 

V1^LKAFLIFFDLFL\^LFFIIFNKNYYGKQENWSLKJFVEALFQEYNAAAKFVAAWTLKAAAK 

ILSWFLANAVLAGLLGNVNFQDEENIGIYKAAALYISFYFIKAFILVNLLIFHNAALPYGRTNLKAA 

HVLSHNSYEKNAAAKYLVIVFLI 

GCCGCCACCATGGGAATGCAGGTGCAGATCCAGAGCCTGTTTCTGCTCCTCCTGTGGGTGCCC 

GGATCCAGAGGATTTATGAAAGCTGTCTGTGTAGAGGTGAATGTAACATGCGGTAACGGAAT 

TCAGGTGAGAAAGGGACTCATCATGGTACTCAGCTTTCTGAACGCAGCCCTGTTCCACATCTT 

TGACGGAGACAATGAAATCAAAGCCGCATTGCTCGCCTGTGCCGGACTAGCCTATAAAAAGA 

GTTrCCTTTTCGTTGAAGCACTATTTAACGCAGCACCCAGTGACGGTAAATGCAACCTATATA 

AAGCAGCTCAGACTAATTTCAAAAGCCTGTTAAGAAATCTGCCCTCAGAGAATGAAAGGGGT 

TACAAAGCCGCCGGCGTGTCCGAGAATATTTTCCTGAAGAACGCCGCTGCTrATTTTATACTC 

GTGAATCTACTCATAAACK3CAGCCGCAATCCITrCAGTGTCCAGCTTTCTGm 

CATATGCGGGCGAGCCGGCTCCTTTCAAGGCTGCAGCAAAATACAAGCTTGCCACATCAGTAT 

TGAAAGCAGCTGTGTTTTTGATATTCm 

AGTCTTAAAGCAGCCGGGCTACTGGGGAACGTCrCTACrGTGGGGGCCGTCTTACrTGGAGGA 

GTTGGCCTCGTGTTGAACCTCGCGTGCGCAGGTCTGGCCTACAAAAAAGCGAAATTCATCAAG 

TCTCTGTTCCACATTTTTAAAGCCGCATTCTATTTCATACTAGTGAACCTTCTCAAA 

GATCTTCITCGATCTATTCCTCGTAAAAGCGCTATTCTTCATTATCTTTAACAAAAATTATTAC 

GGCAAGCAAGAAAATTGGTACTCACTCAAGTTTGTAGAAGCTCTGTTCCAGGAATACAACGCC 

GCTGCTAAATTCGTTGCAGCTTGGACCCTGAAAGCAGCTGCAAAGATCCTATCGGTCTTCTTTC 

TCGCTAATGCCGTATTAGCAGGACTTCTAGGCAACGTGAACrTTCAAGACGAAGAGAATATAG 

GCATCTACAAAGCCGCAGCACTGTACATTTCATTCTACTTCATCAAGGCCTTCATACTGGTCAA 

CCTTCTGATATTTCATAATGCAGCACTGCCATATGGGAGAACCAACTTGAAAGCGGCCCACGT 

GTTGAGCCACAACTCCTACGAGAAGAACGCCGCCGCGAAATATCTCGTCATTGTCTTCCTGAT 

TTGA 



TB.l 

MQVQIQSIJTXLLWWGSRGPJMSRVTTFTVKAL^ 

GLMTAVYLVGAAAMALLRLPVKRMFAANLGVNSLYFGGICVGRLPLVLPAVNAAAAKFVAAWT 
LKAAAKAAAPXMIGTAAAGFVVALIPLVNAMTYAAPLFVGAAAAMALLRLPLV 

ATGCAGGTGCAGATCCAGAGCCTGTTTCTGCTCCTCCTGTGGGTGCCCGGATCCAGAGGAAGG 

ATGAGCAGAGTGACCACATTCACTGTCAAGGCCCTGGTGCTCCTGATGCTCCCCGTCGTGAAC 

CTGATGATCGGCACCGCTGCAGCCGTCGTGAAAGCTCTCGTCCTGCTCATGCTCCCTGTGGGA 

GCAGGGCTGATGACAGCCGTGTACCTGGTCGGCGCTGCAGCCATGGCCCTCCTGCGGCTGCCA 

GTGAAGCGCATGTTTGCTGCAAATCTGGGAGTCAACTCCCTCTATTTCGGGGGCATTTGCGTG 

GGAAGGCTGCCCCrCGTGCTGCCTGCTGTGAATGCAGCCGCTGCCAAATTTGTCGCCGCTTGG 

ACTCTGAAGGCAGCCGCTAAGGCCGCTGCAAGACTGATGATCGGGACCGCCGCTGCCGGCTT 

CGTGGTCGCCCTGATTCCCCTGGTGAACGCCATGACATACGCAGCTCCTCTGTTTGTGGGAGC 

CGCTGCAGCCATGGCTCTCCTGCGGCTGCCACTGGTGTGA 



FIGURE 18J 



BCL A2 #90 

MQVQIQSLFLLLLWWGSRGIMIGHLVGVNRLLQETELVNAKVAEIVHFLNAKVFGSLAFVNAYL- 

SGANLNVGAAYLQLWGIEVNAAAKFVAAWT^ 

ATVGIMIGVNAKLCPVQLWV 

ATGCAGGTGCAGATCCAGAGCCTGTTTCTGCTCCTCCTGTGGGTGCCCGGGTCCAGAGGAATT 
ATGATCGGCCATCTGGTGGK3CGTCAACAGACTGCTGCAGGAAACCGAGCTGGTGAATGCCAA 
GGTGGCCGAAATTGTGCACTTTCTCAACGCAAAGGTGTTTC^ 

TATCTGAGCGGCGCTAACCTCAACGTCGGAGCCGCCTACCTCCAGCTGGTCTTCGGCATCGAG 

GTCAACGCTGCTGCAAAATTCGTGGCAGCTTGGACCCTCAAGGCTGCAGCAAAGGCTGCCGCC 

GTCGTGCTCGGAGTGGTGTTCGGGATCAACTCTATGCCACCTCCCGGGACTAGGGTCAATGCT 

GCCGCCGCAACAGTGGGAATCATGATTGGGGTGAATGCCAAACTGTGCCCAGTGCAACTGTG 

GGTGTGA 

BCLA2#88 

MQVQIQSLFLLLLWVPGSRGVVLGVWGINAAAAKFVAAWTLKAAAKVAEIVHFLNAYLSGANL 
NVGAAYLQLWGffiVMMIGHLVGVNRLLQETELVNAKWGSLAFVNAKLCPVQLWVNAAAATV 
GIMIGVNSMPPPGTRV 

ATGCAGGTGCAGATCCAGAGCCTGTTTCTGCTCCTCCTGTGGGTGCCCGGGTCCAGAGGAGTC 

GTGCTGGGAGTCGTCTTCGGCATTAATGCCGCCGCTGCAAAGTTCGTGGCTGCCTGGACCCTG 

AAGGCCGCAGKjrAAAGTGGCAGAGATCGTGCACrTTCTGAACGCCTACCTGAGCGGAGCAAA 

TCTGAACGTCGGCGCTGCCTATCTGCAGCTCGTGTTTGGAATTGAAGTGAACATCATGATTGG 

ACATCTGGTGGGCGTGAACAGGCTGCTCCAGGAAACTGAGCTGGTCAACGCTAAAGTGTTCG 

GGTCTCTCGCCTTTGTGAACGCTAAGCTCTGCCCCGTCCAACTCTGGGTCAATGCCGCAGCCG 

CTACAGTGGGGATCATGATCGGCGTGAACTCCATGCCTCCACCAGGGACCAGAGTGTGA 

BCLA2#63 

MQVQIQSLFLLLLWWGSRGKLCPVQLWVNAAAATVGMIG\TmiIGHLVGVNRLLQETELVNA 
KVAEIVHFLNAKWGSLAFVNAYLSGANLNVGAAYLQLWGIEVNAAAKFVAAWTLKAAAKAA 
AWLGWFGINSMPPPGTRV 

ATGCAGGTGCAGATCCAGAGCCTGTTTCTGCTCCTCCTGTGGGTGCCCGGGTCCAGAGGAAAG 

CTCTGCCCCGTGCAACTGTGGGTCAACGCCGCCGCCGCAACCGTCGGCATTATGATCGGGGTG 

AACATCATGATCGGACACCTGGTCGGCGTGAACAGGCTGCTGCAGGAGACAGAACTGGTCAA 

TGCCAAGGTGGCTGAAATTGTCCATTTCCTGAATGCCAAAGTGTTCGGCTCTCTCGCTTTCGTG 

AACGCITATCTGAGCGGAGCTAACCTCAACGTGGGGGCCGCATACCTCCAGCTCGTCTTTGGG 

ATTGAGGTGAATGCCGCAGCTAAATTTGTCGCTGCCTGGACCCTGAAGGCAGCAGCCAAGGCT 

GCCGCAGTGGTGCTGGGAGTGGTGTTTGGAATCAATTCCATGCCTCCACCAGGCACTAGAGTG 

TGAGGATCC 



FIGURE 18K 



Prostate 1 

LTFFWLDRSVKAAAVLVHPQWVLTVKAAALL^ 

AAIMYSAHDTTVKAAAFLTTKKLQCVNAMMNDQLMFLNAGLPSIPVHPVKAAALGTTCYVGAAI 
LLWQPIPVNFLRPRSLQCVKAFLTLSVTWIGVNALLYSLVHNLGAATLMSAMTNL 

ATGCAGGTGCAGATCCAGAGCCTGTITCTGCTCCTCCTGTGGGTGCCCGGGTCCAGAGGATTG 

ACATTTTTTTGGCTGGATAGATCGGTTAAGGCTGCAGCCGTGCTTGTTCATCCCCAGTGGGTCT 

TGACCGTAAAGGCTGCCGCGCTGCTACAAGAAAGAGGGGTCGCATACATCAAAGCTGCTCTC 

CTCITGAGTATTGCGCTAAGTGTAAACCCGCTAGTTTGTAATGGGGTGTTACAAGGTGTGAAA 

GCGGCGATTATGTACAGTGCCCACGACACTACCGTAAAAGCAGCCGCnTCCTGACCCCAAAA 

AAACTCCAATGCGTGAACGCAATGATGAATGATCAGCTGATGTTTTTAAACGCTGGCTTACCT 

TCTATACCGGTTCATCCAGTCAAGGCCGCGGCATTGGGTACGACGTGTTATGTTGGAGCAGCG 

ATACTTCT1TGGCAGCCCATACCAGTAAATTTTTTAAGACCTAGATCCTTACAATGCGTCAAAG 

CATTCCTTACACTCTCAGTAACTTGGATCGGAGTCAATGCTCTGCTATATAGCCTCGTACACAA 

CTTGGGCGCGGCCACACTTATGAGTGCAATGACGAATTTAGCTAAGTTCGTGGCGGCCTGGAC 

TCTAAAGGCCGCAGCA 
HIV-1043 

MEKVYLAWWAHKGIGGGPGPGQKQITKIQNFRVYYRGPGPGWEFVmPPLVKLWYQGPGPGYR 

mRQmDPvLroGPGPGQHLLQLTWGIKQLQGPGPGGEr^WIILGLNKIVRMYGPGPGQGQM 

VHQAISPRTLNGPGPGIKQFINMWQEVGKAMYGPGPGWAGIKQEFGIPYNPO^jPGPGKTAVQMA 

WIHNFKRGPGPGSPAIFQSSMTKILEPGPGPGEVNIVTDSQYALGIIGPGPGHSNWRAMASDFNLPP 

GPGPGAETFYVDGAANRETKGPGPGGAVVIQDNSDIKVWGPGPGFRKYTAFTIPSINNE 

ATGGAGAAGGTGTACCTGGCCTGGGTTCCAGCCCACAAAGGCATCGGGGGAGGGCCCGGACC 

TGGGCAGAAACAGATCACCAAGATCCAGAACTTCCGGGTATACTACCGGGGACCTGGTCCAG 

GTTGGGAGTTTGTGAACACACCACCCTTAGTAAAGCTCTGGTACCAGGGCCCCGGTCCCGGAT 

ACCGTAAAATCCTGAGGCAAAGAAAGATAGATCGCCTCATTGATGGCCCGGGCCCAGGCCAG 

CACCTTCTGCAGCTTACAGTGTGGGGAATTAAACAGCTGCAGGGGCCGGGCCCCGGGGGGGA 

AATTTATAAAAGGTGGATCATTCTGGGTCTGAACAAGATCGTCCGCATGTATGGCCCTGGACC 

CGGACAGGGGCAGATGGTCCACCAAGCAATCAGCCCTCGAACCTTGAATGGACCGGGCCCAG 

GAATCAAGCAATTCATTAACATGTGGCAAGAAGTTGGTAAGGCTATGTACGGTCCCGGCCCTG 

GATGGGCAGGGATAAAACAGGAGTTTGGAATCCCTTACAATCCCCAGGGTCCTGGGCCAGGT 

AAAACGGCAGTGCAGATGGCCGTGTTCATTCATAATTTTAAGCGGGGCCCTGGACCTGGCAGC 

CCAGCTATATTTCAAAGTTCGATGACCAAAATCTTGGAGCCCGGCCCAGGGCCGGGCGAAGT 

GAACATTGTCACAGATTCTCAGTATGCCCTCGGCATCATAGGGCCCGGACCAGGGCATTCCAA 

TTGGCGCGCCATGGCGTCTGACmAATCTACCTCCTGGGCCAGGCCCTGGCGCGGAAACTTT 

CTATGTGGACGGCGCTGCAAACAGGGAGACTAAGGGACCCGGACCCGGCGGCGCTGTAGTCA 

TTCAGGACAACTCAGACATCAAGGTGGTTCCCGGTCCAGGCCCCGGGTTCAGAAAGTATACCG 

CCTTCACTATTCCGTCCATCAACAATGAGTGA 



FIGURE 18L 



HIV-1043 PADRE 

MEKVYLAWWAHKGIGGGPGPGQKQITKIQNFRVYYRGPGPGWEFVNTPPLVKLW 
KILRQRKIDRLroGPGPGQHLLQLTWGIKQLQGPGPGGEIYKRWIILGLNKIVRMYGPGPGQGQM 
VHQAISPRTLNGPGPGIKQFINMWQEVGKAMYGPGPGWAGIKQEFGIPYNPQGPGPGKTAVQMA 
WIHNFKRGPGPGSPAIFQSSMTKILEPGPGPGEWffWDSQY 

GPGPGAETFYVDGAANRETKGPGPGGAVVIQDNSDIKVVPGPGPGFRKYTAFTIPSINNEGPGPGA 
KFVAAWTLKAAA 

ATGGAGAAGGTGTACCTGGCCTGGGTTCCAGCCCACAAAGGCATCGGGGGAGGGCCCGGACC 

TGGGCAGAAACAGATCACCAAGATCCAGAACTTCCGGGTATACTACCGGGGACCTGGTCCAG 

GTTGGGAGTTTGTGAACACACCACCCTTAGTAAAGCTCTGGTACCAGGGCCCCGGTCCCGGAT 

ACCGTAAAATCCTGAGGCAAAGAAAGATAGATCGCCTCATTGATGGCCCGGGCCCAGGCCAG 

CACCTTCTGCAGCTTACAGTGTGGGGAATTAAACAGCTGCAGGGGCCGGGCCCCGGGGGGGA 

AATTTATAAAAGGTGGATCATTCTGGGTCTGAACAAGATCGTCCGCATGTATGGCCCTGGACC 

CGGACAGGGGCAGATGGTCCACCAAGCAATCAGCCCTCGAACCTTGAATGGACCGGGCCCAG 

GAATCAAGCAATTCATTAACATGTGGCAAGAAGTTGGTAAGGCTATGTACGGTCCCGGCCCTG 

GATGGGCAGGGATAAAACAGGAGTTTGGAATCCCTTACAATCCCCAGGGTCCTGGGCCAGGT 

AAAACGGCAGTGCAGATGGCCGTGTTCATTCATAATTTTAAGCGGGGCCCTGGACCTGGCAGC 

CCAGCTATATTTCAAAGTTCGATGACCAAAATCTTGGAGCCCGGCCCAGGGCCGGGCGAAGT 

GAACATTGTCACAGATTCTCAGTATGCCCTCGGCATCATAGGGCCCGGACCAGGGCATTCCAA 

TTGGCGCGCCATGGCGTCTGACTTTAATCTACCTCCTGGGCCAGGCCCTGGCGCGGAAACTTT 

CTATGTGGACGGCGCTGCAAACAGGGAGACTAAGGGACCCGGACCCGGCGGCGCTGTAGTCA 

TTCAGGACAACTCAGACATCAAGGTGGTTCCCGGTCCAGGCCCCGGGTTCAGAAAGTATACCG 

CCTTCACTATTCCGTCCATCAACAATGAGGGCCCCGGCCCAGGTGCCAAGTTCGTGGCTGCCT 

GGACCCTGAAGGCTGCCGCTTGA 

HIV 75mer 

EKVYLAWWAHKGIGGPGPGQGQMVHQAISPRTO^GPGPGSPAIFQSSMTKILEPGPGPGFRKYTA 
FTEPSINNE 

GAGAAGGTGTACCTGGCCTGGGTGCCTGCCCACAAGGGAATCGGAGGACCTGGCCCTGGACA 
GGGACAGATGGTGCACCAGGCCATCAGCCCTAGGACCCTGAACGGACCTGGACCTGGAAGCC 
CTGCCATCTTCCAGAGCAGCATGACCAAGATCCTGGAGCCCGGACCTGGACCTGGATTCAGGA 
AGTACACCGCCTTCACCATCCCCAGCATCAACAACGAGTGA 



FIGURE 18M 



PfHTL 

MQVQIQSLFLLLLWWGSRGRHNW^ 

KYKLATSVLAGLLGPGPGQTNFKSLLRNm 

MKAVCVEGPGPGM>T^GKQENWYSLK^ 

KLNGPGPGLLIFHINGKflKNSEGPGPGAGLLGW 

GMRKLAILSVSSFLFV 

ATGGGAATGCAGGTGCAGATCCAGAGCCTGTTTCTGCTCCTCCTGTGGGTGCCCGGATCCAGA 

GGAAGGCACAACTGGGTGAATCATGCTGTGCCCCTGGCTATGAAGCTGATCGGCCCTGGACC 

AGGGAAATGCAACCTCTACGCAGACAGCGCCTGGGAGAACGTCAAGAATGGCCCCGGACCTG 

GGAAATCCAAGTATAAGCTCGCTACCTCTGTGCTGGCAGGCCTGCTCGGACCAGGCC^ 

AGACAAATTTCAAAAGCCTGCTCAGAAACCTGGGAGTGTCCGAGGGGCCTGGCCCAGGATCT 

AGCGTCTTTAATGTGGTCAACTCCTCTATTGGGCTCATCATGGGACCCGGACCTGGGGTGAAA 

AATGTCATTGGCCCATTCATGAAGGCCGTGTGTGTCGAAGGACCCGGGCCTGGCATGAACTAC 

TATGGAAAGCAAGAAAATTGGTACAGCCTGAAGAAAGGCCCTGGGCCAGGCGGACTGGCTTA 

CAAGTTTGTGGTCCCAGGGGCAGCCACTCCCTATGGGCCTGGGCCAGGCCCCGATTCCATCCA 

GGACTCTCTCAAAGAGAGCCGGAAACTGAACGGAC^^ 

CAATGGCAAAATTATCAAGAACAGCGAGGGACCTGGGCCAGGCGCCGGACTGCTGGGGAACG 
TGTCCACCGTCCTGCTCGGCGGAGTGGGGCCCGGCCCTGGGAAGTACAAGATCGCTGGAGGG 
ATCGCAGGCGGACTGGCCCTCCTGGGCCCAGGACCAGGGATGCGCAAACTGGCTATTCTCTCT 
GTCTCCAGCTTTCTGTTTGTGTGA 



FIGURE 18N 



Protein 
HIV gag 386 
HIV gag 271 
HIV pol 774 
HIV pol 448 
HIV pol 163 
HIV pol 498 
HIV pol 879 
HIV pol 132 
HIV pol 772 
HIV pol 183 
HIV env!34 
HIV env651 
HIV envl63 
HIVnef221 
HIV vpr 59 
HIV vpr 62 
HIV pol 929 
HIV pol 722 
HIV pol 971 
HIV pol 347 
HIV pol 98 
HIV env 61 
HIV env 47 
HIVnef 100 
HIV vif7 
HIV gag 162 
HIV gag 545 
HIV gag 237 
HIV pol 186 
HIV pol 893 
HIV env 259 
HIV env 250 
HIVnef 94 
HIV rev 75 
HIV pol 684 
HIV gag 317 
HIV pol 368 
HIV pol 295 
HIV pol 533 
HIV pol 244 
HIV pol 530 
HIV pol 597 
HIV env 681 
HIV env 671 



Sequence 


Restriction 


VT AFAMSOV 


HLA-A2 


MTMNPPEPV 

XVI X lNl^tX A XX ▼ 


HLA-A2 


MASDFNLPPV 


HLA-A2 


IcTT VfrKT NWA 


HLA-A2 


T VGPTPVNI 

Xj V VJ X 11 V X^A 


HLA-A2 


TT KFPVHGV 


HLA-A2 


KAACWWAGI 


HLA-A2 


KMIGGIGGFI 


HLA-A2 




HLA-A2 


TLNFPISPI 


HLA-A2 


KLTPLCVTL 


HLA-A2 


T T OT TVWGI 

X^JUv/Xj X V vv vja 


HLA-A2 


ct TNATDTAV 


HLA-A2 




HLA-A2 


ATTRILOOL 


HLA-A2 


t>tt OOLLFI 


HLA-A2 


OMAWIHNFK 


HLA-A3 


T^\rvT AWVPAFfK 

JSw V I VV V a .rVI AAV 


HLA-A3 


V THMFP VYYR 


HLA-A3 


/vir i^Ooivx x xv 


HLA-A3 


V X ixVXVjVj V^X-pXV 


HLA-A3 


ttt TIC* A QTi A TT 


HLA-A3 


VI V i iuvrv w xv 


HLA-A3 


rvvPT PPMTYK 

\J V x JUxVr ivx x x xv 


HLA-A3 


V iVIX V VV V 


HLA-A3 


V^iVl V xxv^jrtJ.oxrxv 


HLA-A3 


VPT A "R F 


HLA-B7 


TTPVT4 A frPT A 
Xxx V XXrVVJX xfi 


HLA-B7 


rrxorliix v 


HLA-B7 


TPYNPOSOGW 
xxr x i ii v^vjv^vj » ▼ 


HLA-B7 


TPTTTVPAPA 


HLA-B7 


CVK VSFFPI 

V^X XV V OX J-jA a 


HLA-B7 


FPVPPOVPT 
rr v xvt v x x-r 


HLA-B7 


a roj PiT PPT 

V JrljV^x^i a x^ 


HLA-B7 


FVNTVTDSOY 

J3 V iNX V X XJ kJ A 


HLA-A1 


FRDYVDRFY 


HLA-A1 


VIYQYMDDLY 


HLA-A1 


VTVLDVGDAY 


HLA-A1 


IYQEPFKNL 


HLA-A24 


PYNTPVFAI 


HLA-A24 


TYQIYQEPF 


HLA-A24 


YWQATWIPEW 


HLA-A24 


IWGCSGKLI 


HLA-A24 


RYLKDQQLL 


HLA-A24 
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Protein 



Sequence 



Restriction 



HIV env 55 
HIV vpr 46 
HIV vpr 14 
HIV gag 298 
HIVpol 596 
ffiVpol 956 
HIV pol 712 
HIV gag 294 
HIVpol 711 
HIV env 729 
HIV gag 171 
HIVpol 335 
HIV env 566 
HIV pol 303 
HIVpol 758 
HIVpol 915 
HTVvpu31 
HIV pol 874 
HIV pol 674 
HIV pol 619 
HIV pol 989 
HCV NS4 1812 
HCVNS1/E2 728 
HCVNS4 1590 
HCVNS5 2611 
HCV CORE 132 
HCVNS4 1920 
HCVNS4 1666 
HCVNS4 1769 
HCVNS4 1851 
HCV CORE 35 
HCVNS1/E2 726 
HCVLORF 1131 
HCV CORE 51 
HCV CORE 43 
HCV ENV1 290 
HCVNS1/E2 632 
HCVNS3 1396 
HCVNS4 1863 
HCVNS4 1864 
HCVNS3 1262 
HCV Core 169 
HCVNS5 2922 
HCVNS3 1128 
HCV NS5 2180 



VWKEATTTLF 

IYETYGDTW 

PYNEWTLEL 

KRWIILGLNKIVRMY 

WEFVNTPPLVKLWYQ 

QKQITKIQNFRVYYR 

KVYLAWVPAHKGIGG 

GEIYKRWIILGLNKI 

EKVYLAWVPAHKGIG 

QHLLQLTVWGIKQLQ 

QGQMVHQAISPRTLN 

SPAJFQSSMTKILEP 

IKQFINMWQEVGKAMY 

FRKYTAFTIP SINNE 

HSNWRAMASDFNLPP 

KTAVQMAVFIHNFKR 

YRKILRQRKIDRLED 

WAGIKQEFGIPYNPQ 

EVNTVTDSQYALGII 

AETFYVDGAANRETK 

GAWIQDNSDIKWP 

LLFNILGGWV 

FLLLADARV 

YLVAYQATV 

RLIVFPDLGV 

DLMGYIPLV 

WMNRLIAFA 

VLVGGVLAA 

HMWNFISGI 

ILAGYGAGV 

YLLPRRGPRL 

LLFLLLADA 

YLVTRHADV 

KTSERSQPR 

RLGVRATRK 

QLFTFSPRR 

RMYVGGVEHR 

LIFCHSKKK 

GVAGALVAFK 

VAGALVAFK 

LGFGAYMSK 

LPGCSFSIF 

LSAFSLHSY 

CTCGSSDLY 

LTDPSHITA 



HLA-A24 

HLA-A24 

HLA-A24 

HLA-DR 

HLA-DR 

HLA-DR 

HLA-DR 

HLA-DR 

HLA-DR 

HLA-DR 

HLA-DR 

HLA-DR 

HLA-DR 

HLA-DR 

HLA-DR 

HLA-DR 

HLA-DR3 

HLA-DR3 

HLA-DR3 

HLA-DR3 

HLA-DR3 

HLA-A2 

HLA-A2 

HLA-A2 

HLA-A2 

HLA-A2 

HLA-A2 

HLA-A2 

HLA-A2 

HLA-A2 

HLA-A2 

HLA-A2 

HLA-A2 

HLA-A3 

HLA-A3 

HLA-A3 

HLA-A3 

HLA-A3 

HLA-A3 

HLA-A3 

HLA-A3 

HLA-B7 

HLA-A1 

HLA-A1 

HLA-A1 
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Protein 


Sequence 


Restriction 


nv> v v^uic 


LTCGFADLMGY 


HLA-A1 


HCVNS3 1305 


LADGGCSGGAY 


HLA-A1 




FWAKHMWNF 


HLA-A24 


upw 9&7S 


RMILMTHFF 


HLA-A24 




VMGSSYGF 

V iVIVJ kJkJ X VJX 


HLA-A24 

X IXJi X A XX^ I 


riOV JNo4 1 /0-> 


FWAKHMWNFI 

X VV .ttJSJL XAYX T» i^ix X 


HLA-A24 


P fol^irvamm Q^P9_9^0 

Jr. iaicipanim oorz-zju 


FMKAVCVEV 


HLA-A2 


Jr. lalLlpalUlll CAT l"OJ 


GLLGWSTV 


HLA-A2 


Jr. Iall>ipalulil \*hjx~/ 


ILSVSSFLFV 


HLA-A2 


P falpirmrnm T N A 1 -04. 

Jr. iaicipanim i^DAi-yH 


OTNFKSLLR 


HLA-A3 


Jr. IalCipaiUm L^O/\l-x\j^ 


GVSENIFLK 


HLA-A3 


P f^l^i-pianim ^P9-S99 


LLACAGLAYK 


HLA-A3 


jr. iaicipaiuiii oox 


TPYAGEPAPF 

XX X ilVJ XjX ^ XX X 


HLA-B7 


P falniriamm T N A 1 -1 fxfA 
Jr. iaiviparUIU LOnl*lvuJ 


LPSENERGY 


HLA-A1 


r. iaiciparuni cJxr i - /.> 




HLA-A24 


P -T<»1oi*Matni-ri OQP 19 

r. iaicipannn L/or-iz 




HLA-A24 


P fdl^ir*anim T V A 1 -1 0 

r . iaicipaniin i-iu 


YFILVNLLI 


HLA-A24 


Jr. iaiCiparUIQ ooJrZ-lH 


FT TFFDLFLV 

X JLv-LX X i^-i— iX X_/ T 


HLA-A2 


Jr. iaiciparuin xiAJr l-ou 


VT AHT T GW 

V 1^/W_IX^JL>VJ V V 


HLA-A2 


Jr. iaicipaiTJin cj\.x i-? i 


VLLGGVGLVL 

V ■ fl A 1 VJ ¥ \JX> T Xj 


HLA-A2 


P falr-rnsmiTTi ^^P9-S9^ 

jt . iaiciparunx oorivij 


LACAGLAYK 


HLA-A3 


Jr. iaicipanim cAr l-iu 


AT FFTTFNK 


HLA-A3 


r. iaicipanim loai-ii 


FTT VNT T TFH 

x X\-t V 1^1 1 fi yXx XX 


HLA-A3 


r. talciparumborZ-izo 


T PVHPTMT 

1^1 I VJJEV 1 IN JU 


FTT A-T37 

X XXjf± ±J 1 


r. iaiciparuin v^or- 1 j 


FVFAT FOFY 


HLA-A1 


r. iaicipanim Loai-i fy** 


P V^i^XiXjlN 1VJ x 1 


HLA-A1 


r. iaiciparuin LoAl-y 


T7VFTT VMT T 


FIT A-A94 

XXXuir\.~r\jL'-r 


P fnl^niriirn CCP9 8 

r. iaiciparuin oorz-o 


TCYT VTVFT T 

IV 1 xj V X ▼ X Xjx 


HLA-A24 


r. iaiciparum v^oroyH 


GT TMVT SFT 

VJXvXlVX V L/Ul X-/ 


HLA-A2 


Jr. iaiciparum nAJr i-z. 


KTT SVFFLA 

xvx v x x xjrx 


HLA-A2 


r . falciparum Caro44 


VTrGNGTOVP 

V i V^vJiN VJIV^ V XV 


FTT A-A^ 

X ilj/x — Tx J 


Jr. iaiciparum loaiov 


FTVT 9HN9VFK 

XI V l^OlxiN O X XJ/XV 


HLA-A3 


P fnloirtinitrt CQP9 907 

Jr . iaiciparum ooJrz-zu / 


P^DGKGNT Y 


HLA-A1 


r . iaiciparum JLb A l - 1 o / 1 


WTPTTn^^T 
x I lrJriv^ooxj 


FTT A- A 94 


Jr. iaiciparum loai-i o / o 


KF1TCSLFHIF 

XVI XXVOX^X X XXX 


HLA-A24 


r . iaicipaixuTi Dor Z- 1 3 


VFT TFFDT FT 

V X J-ill X xJxsx i-i 


HLA-A24 


V falciparum LSA 1-1 881 

x , xdivrijycu. uxixx wun a xuwx 


LFHIFDGDNEI 


HLA-A24 


P. falciparum CSP-55 


YYGKQENWYSL 


HLA-A24 


P. falciparum LSA1-5 


LYISFYFI 


HLA-A24 


P. falciparum CSP-2 


IVQIKLAILSVSSFLFV 


HLA-DR 


P. falciparum CSP-53 


IMQNrYYGKQENWYSLKK 


HLA-DR 


P. falciparum CSP-375 


SSVFNWNSSIGLIM 


HLA-DR 


P. falciparum SSP2-61 


RHIWVNl^WLAMKLI 


HLA-DR 


P. falciparum SSP2-165 


PDSIQDSLKESRKXN 


HLA-DR3 


P. falciparum SSP2-211 


KCNLYADSAWENVKN 


HLA-DR3 



FIGURE 19C 
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Restriction 



P. falciparum SSP2-223 


VKNVIGPFMKAVCVE 


HLA-DR 


P. falciparum SSP2-509 


KYKIAGGIAGGLALL 


HLA-DR 


P. falciparum SSP2-527 


GLAYKFWPGAATPY 


HLA-DR 


P. falciparum EXP1-71 


KSKYKLATSVLAGLL 


HLA-DR 


P. falciparum EXP 1-82 


AGLLGNVSTVLLGGV 


HLA-DR 


P. falciparum LSA1-16 


LLIFHINGKIIKNSE 


HLA-DR 


P. falciparum LSA1-94 


QTNFKSLLRNLGVSE 


HLA-DR 


HBVcore 18 


FLPSDFFPSV 


HLA-A2 


HBVenvl83 


FLLTRILTI 


HLA-A2 


HBV env 335 


WLSLLVPFV 


HLA-A2 


HBVpol455 


GLSRYVARL 


HLA-A2 


HBVpol 538 


YMDDWLGV 


HLA-A2/A1 


HBVpol 773 


ILRGTSFVYV 


HLA-A2 


HBVpol 562 


FLLSLGIHL 


HLA-A2 


HBVpol 642 


ALMPLYACI 


HLA-A2 


HBV env 338 


GLSPTVWLSV 


HLA-A2 


HBV core 141 


STLPETTWRR 


HLA-A3 


HBVpol 149 


HTLWKAGILYK 


HLA-A3/A1 


HBVpol 150 


TLWKAGILYK 


HLA-A3 


HBVpol 388 


LWDFSQFSR 


HLA-A3 


HBVpol 47 


NVSIPWTHK 


HLA-A3 


HBVpol 531 


SAICSWRR 


HLA-A3 


HBVpol 629 


KVGNFTGLY 


HLA-A3/A1 


HBVpol 665 


QAFTFSPTYK 


HLA-A3 


HBVcore 19 


LPSDFFPSV 


HLA-B7 


HBV env 313 


IPffSSWAF 


HLA-B7 


HBVpol 354 


TPARVTGGVF 


HLA-B7 


TB 


RMSRVTTFTV 


HLA-A2 


TB 


ALVLLMLPW 


HLA-A2 


TB 


LMIGTAAAW 


HLA-A2 


TB 


ALVLLMLPV 


HLA-A2 


TB 


GLMTAVYLV 


HLA-A2 


TB 


MALLRLPV 


HLA-A2 


TB 


RMFAANLGV 


HLA-A2 


TB 


SLYFGGICV 


HLA-A2 


TB 


RLPLVLPAV 


HLA-A2 


TB 


RLMIGTAAA 


HLA-A2 


TB 


FWALIPLV 


HLA-A2 


TB 


MTYAAPLFV 


HLA-A2 


TB 


AMALLRLPLV 


HLA-A2 


P 53 139 


KLCPVQLWV 


HLA-A2 


CEA 687 


ATVGIMIGV 


HLA-A2 


CEA 691 


MGHLVGV 


HLA-A2 


Her2/neu 689 


RLLQETELV 


HLA-A2 


MAGE3 112 


KVAEIVHFL 


HLA-A2 



FIGURE 19D 
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Restriction 



TT O / — O zTS 

Her2/neu 369 


KVr Lro.LAr V 


TTT A AO 

rlLA-AZ 


CEA 605 


YLSGAJNLN V 


TTT A AO 

HJLA-Az 


MAGE2 157 




TTT A AO 

riLA-Az 


Her2/neu 665 


VVLGVVFGI 


TTT A AO 

rlLA-Az 


p53 149 


SMPPPGIRV 


TTT A AO 

HLA-A2 


PAP.21.T2 


LTFFWLDRSV 


TTT A AO 

HLA-A2 


PAP. 112 


TLMSAMTNL 


TTT A AO 

HLA-A2 


PAP .284 


IMYSAHDITV 


TTT A AO 

HLA-A2 


PSM.288.V10 


GLPSIPVHPV 


TTT A AO 

HLA-A2 


PSM.441 


LLQERGVAYI 


TTT A AO 

HLA-A2 


PSM.469L2 


LLYSLVHNL 


HLA-A2 


PSM.663 


MMNDQLMFL 


HLA-A2 


PSA.3.V11 


FLTLSVTWIGV 


HLA-A2 


PSA. 143 .V8 


ALGTTCYV 


HLA-A2 


PSA.161 


FLTPKKLQCV 


HLA-A2 


HuK2.4.L2 


LLLSIALSV 


HLA-A2 


HuK2.53.Vll 


VLVHPQWVLTV 


HLA-A2 


HuK2.165 


FLRPRSLQCV 


HLA-A2 


HuK2.216.Vll 


PLVCNGVLQGV 


HLA-A2 
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